t r a c t
Lichen is a symbiotic organism that exists as a single composite body consisting of a mycobiont (fungus) and a photobiont (algae or a cyanobacterium). Many lichen species are considered as extremophiles due to their tolerance to radiation, desiccation, temperature and pollution. However, not all lichen species are tolerant to harsh environmental conditions as several species are sensitive for example to nitrogen, sulphur, acidity, heavy metals, halogens (e.g. fluoride) and ozone. Thus, to better understand why some lichens can withstand exposure to pollutants as opposed to those that are susceptible, we focused on the lichen species of Dirinaria known for their wide distribution in the tropics, subtropics and pantropical, and moderate tolerance to air pollution. Their moderate tolerance to air pollution affords them to thrive in good air quality environments as well as polluted air environments. Lichen samples of Dirinaria sp., UKM-J1 and UKM-K1, were respectively collected from two areas with different levels of air quality based on Air 
Value of the data
The data obtained using Illumina sequencer is the first source of Dirinaria sp. RNA-seq. These data provide a glimpse into the molecular nature of the lichen Dirinaria sp. and contribute further to the understanding of lichen symbiosis.
The data presented here can be used for gene discovery in examining the tolerance of this lichen towards air pollution.
The data can also be used in unravelling genes and pathways involved in the synthesis of unique secondary metabolites.
Data
Two lichen samples collected from Jerantut (good air quality), Pahang and Klang (polluted air quality), Selangor, Malaysia (Table 1) , were identified as Dirinaria sp. UKM-J1 and K1, respectively, through Polymerase Chain Reaction (PCR) and rRNA Internal Transcribed Spacer (ITS) sequencing [1] . Transcriptome data were generated from the total RNA extracted from these two lichen samples. Details of the experimental procedure and sequence analyses are described in the next section.
Experimental design, materials and methods

Sample preparation
Lichen sample collection, RNA extraction procedure and library construction for data production were as previously described [1] .
Assembly and RNA-seq analysis
The raw RNA-seq data from Dirinaria sp. were trimmed and filtered with SolexaQA þ þ [2] to acquire high-quality reads. Phred quality value of Q20 and reads longer than 50 bp were used as parameters. Paired-end reads were determined using Perl script select_paired.pl [3] . De novo assembly of high-quality reads was carried out using Trinity RNA-Seq v2.4.0 [4] , with default parameters. Table 2 shows the RNA-seq statistics whereas the assembly statistics are as shown as in Table 3 . 
